Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.003 Å; R factor = 0.036; wR factor = 0.096; data-to-parameter ratio = 12.1.
In the crystal structure of the title compound, C 16 H 19 N 4 O 2 + Á-PF 6 À , the cations and anions are situated on centres of inversion. Thus, the N-H H atom is disordered over both N atoms due to symmetry. In the crystal, molecules are connected via N-HÁ Á ÁF and N-HÁ Á ÁO hydrogen bonds. The cation adopts the Á Á ÁAAAÁ Á Á trans conformation in the solid state.
Related literature
For similar structures, see: Chen et al. (2007) .
Experimental
Crystal data 
Data collection
Bruker P4 diffractometer Absorption correction: multi-scan (XSCANS; Siemens, 1995 Table 1 Hydrogen-bond geometry (Å , ). -di(2-pyridyl)adipoamide has been used as bridging ligand in coordination chemistry (Chen et al., 2007) . In the present work the structure of the title compound ( Fig. 1) has been determined to investigate the role of the cation-anion interaction on the ligand conformation. The molecules are connected via N-H···F and N-H···O hydrogen bonds (Tab. 1). The cation adopts the AAA trans conformation in the solid state. This conformation is the same as that found for the neutral N 1 ,N 2 -di(2-pyridyl)adipoamide ligand which cocrystallize with water (Chen et al., 2007) .
-Di(2-pyridyl)adipoamide (0.30 g, 1.00 mmol) and AgPF 6 (0.25 g, 1.00 mmol) were placed in a flask containing 20 ml of CH 2 Cl 2 . The mixture was refluxed for 8 h to give a white precipitate, which was then filtered and dried under vacuum.
By dissolving the solid in dichloromethane, followed by allowing the solvent to evaporate slowly under air, plate colorless crystals suitable for X-ray crystallography were obtained.
Refinement
All the hydrogen atoms were situated into idealized positions and constrained by the riding atom approximation with C-H = 0.93 -0.97 Å, N-H = 0.86 Å and U iso (H) = 1.2U eq (C, N). The occupancy of the H atom H1A was set to be 0.5 to balance the charge. Because of the disorder of the N-H H atom, the structure was also refined in space group Pc and P2 1 .
However, even in these cases the disorder is still present and therefore, space group P2 1 /c was selected. 
Data collection
Bruker P4 diffractometer R int = 0.020
Radiation source: fine-focus sealed tube θ max = 25.0º
Monochromator: graphite θ min = 2.4º 
